Introduction

43
Borrelia burgdorferi sensu lato (s.l.) is a bacterial species complex that includes the 44 causative agents of Lyme disease, the most common vector-borne disease in the Northern 
55
The transmission cycles of these bacteria, and the risk of human exposure to infected 56 ticks, generally occur in woodland habitats in which ticks can survive during non-parasitic 57 periods of their lifecycle, and where the mammalian and avian hosts for the ticks and bacteria are 58 found (9). However, B. garinii was also found in I. uriae feeding on Razorbills (Alca torda) in 59 the early 1990s in a seabird colony off the coast of Sweden (10). Other seabirds, such as puffins 60 (11), are now also recognized as competent reservoirs of this bacterium, and humans can be 61 infected via I. uriae (11). The distribution and prevalence of B. garinii in I. uriae has now been 62 studied in seabird colonies worldwide, and it has been found associated with a variety of seabird 63 species in both the Northern and Southern Hemispheres (12-15).
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The circulation of B. garinii in the seabird reservoir is complex (15), spanning a huge 
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The 12 identified STs were distributed across the four colonies and were identified in 105 ticks collected from four seabird hosts (Table 1 ). The two previously described STs were found whereas at other locations the distribution of ticks among presumed host species was more even 120 (3 out of 7).
121
Phylogenetic relationships
122
The sequences found in our study were phylogenetically diverse, with two sequences 
289
All sequences were deposited in the NCBI GenBank database with the accession numbers 290 MF536145-MF536294 and added to the pubMLST database (http://pubmlst.org/borrelia/).
291
MLST analysis
292
Sequences from this study were compared using the pubMLST database functions for were performed in R (67) using the 'hierfstat' package (68) to determine the population structure 317 based on colony of sample collection and seabird host. Genetic distance was computed using FST and it allowed for clonal complexes to be classified into clusters. 
